IN THE CLAIMS : 

Applicants, pursuant to 37 C.F.R. § 1.121, submit the followdng amendments to the claims: 



1. (Currently amended) A method for predicting the responsiveness of a subject^ with a 
breast tissue cell proliferative disorder^ of th e br e ast tissu e s to a therapy involving treatment with 
comprising one or more drugs Aat which target the estrogen receptor pathway or that are involved 
in estrogen metabolism, production^ or secretion, said method comprising analysing the methylation 
status of at least one CpG dinucleotide patt e rn of at least one on e or mor e target nucleic acids 
comprising genes talc e n selected from the gene group consisting of STMNl, SFN, S100A2, 
TGFBR2, TP53, PTGS2, FGFRl, SYK, PITX2, GRIN2D, PSA, CGA, CYP2D6, MSMB, 
COX7A2L, VTN, PRKCD, ONECUT2, WBPll, CYP2D65 DAGl, ERBB2, S100A2, TFFl, TP53, 
TMEFF2, ESRl, SYK, RASSFl, PITX2, PSATl, CGA,-and PCAF, and the and/or th e ir regulatory 
regions thereof by contacting the at least one at l e ast on e of said target nucleic acids in a biological 
sample^ obtained from said subject prior to or during the treatment^ with one or more agents suitable 
to that convert cytosine bases that are xmmethylated at the 5'-position thereof to a base that is 
detectably dissimilar to cytosine in tenns of hybridisation properties. 

2. (Currently amended) A The method of according to Claim 1 , wherein the gene group 
consists of said g e n e s ar e s e l e ct e d from th e group consisting of TP53, PTGS2, FGFRl, PSA, CGA, 
CYP2D6, and MSMB . and the regulatory regions thereof . 

3. (Currently amended) A The method of according to Claim 1, wherein the gene group 
consists of said g e n e s ar e s e l e ct e d from th e group consisting of STMNl, PITX2, PSA, and CGA^ 
and the regulatory regions thereof .. 

4. (Currently amended) A The method of according to Claim 1 , wherein the gene group 
consists of said genes ar e select e d from th e group consisting of STMNl, SFN, S100A2, TGFBR2, 
SYK, GRIN2D, PSA, COX7A2L, VTN, and PRKCD , and the regulatory regions thereof . 

5. (Currently amended) A The method of according to Claim 1, wherein the gene group 
consists of said g e n e s ar e s e lect e d from th e group consisting of ONECUT2, WBPl 1, CYP2D6, 
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DAGl, ERBB2, S100A2, TFFl, TP53, TMEFF2, ESRl, SYK, RASSFl, PITX2, PSATl, CGA, 
aftd-PCAF . and the regulatory regions thereof . 

6. (Currently amended) A The method of according to Claim 1 , wherein the gene group 
consists of said gen e s ar e s e l e ct e d from th e group consisting of TP53, PTGS2, PITX2, CYP2D6, 
MSMB, WBPl U TMEFF2, ESRl, PITX2, ERBB2.aHd-PCAF , and the regulatory regions thereof 

7. (Currently amended) A The method of according to Claim 1 , wherein the gene group 
consists of said g e n e s ar e s e l e ct e d from th e group consisting of TP53, PTGS2, CYP2D6, aftd 
MSMB . and the regulatory regions thereof 

8. (Currently amended) A The method of according to Claim 1 , wherein the gene group 
consists of said g e n e s ar e s e l e ct e d from the group consisting of PITX2 . and the regulatory regions 
thereof. 

9. (Currently amended) A Tlie method of according to Claim 1, wherein the gene group 
consists of said genes are sel e ct e d from th e group consisting of WBPl 1, TMEFF2, ESRl, PITX2, 
ERBB2, afld-PCAF , and the regulatory regions thereof 

10. (Currently amended) A The method of according to Claim 1, wherein the gene 
group consists of said g e n e s ar e s e l e ct e d from th e group consisting of STMNl, SFN, TGFBR2, 
FGFRl, SYK, GRIN2D, PSA, COX7A2L, VTN, PRKCD, 0NECUT2, CYP2D6, DAGl, S100A2, 
TFFl, TP53, SYK, RASSFl, PSATL aad-CGA , and the regulatory regions thereof 

1 1 . (Currently amended) A The method of according to Claim 1 , wherein the gene group 
consists of said gen e s or e selected from the group consisting of FGFRl, PSA, and-CG A. and the 
regulatory regions thereof 

12. (Currently amended) A The method of according to Claim 1, wherein the gene group 
consists of said gen e s are s e l e cted from the group consisting of STMNl, PSA, and-CGA , and the 
regulatory regions thereof 
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13. (Currently amended) A The method of according to Claim 1 , wherein the gene group 
consists of said g e n e s ar e s e l e ct e d from th e group consisting of STMNl, SFN, S100A2, TGFBR2, 
S YK, GRIN2D, PSA, COX7A2L, VTN, and-PRKCD , and the regulatory regions thereof . 

14. (Currently amended) A The method of according to Claim 1, wherein the gene group 
consists of said g e n e s ar e s e l e ct e d from th e group consisting of 0NECUT2, CYP2D6, DAGl, 
S100A2, TFFl, TP53, SYK, RASSFl, PSATl, and-CG A. and the regulatory regions thereof 

1 5. (Currently amended) A TTie method of according to Claim 1 , wherein s«d the at least 
one target nucleic acid or acids compris e e ss e ntially on e or more s e qu e nc e s sequence is selected 
from the group consisting essentially of SEQ ID NOS: 27, 40, 122, 43, 74, 127, 86, 90, 128, 105, 
115, 121, 126, 129, 125, 132, 122, 123, 131, 127, 130, 124, aftd-128, and sequences complementary 
thereto. 

16. (Currently amended) A The method of according to Claim 1, smd the at least one 
target nucleic acid or acids compris e e ss e ntially on e or mor e sequ e nc e s sequence is selected from 
the group consisting essentially of SEQ ID NOS: 68, 50, 74, 90, 91, 92, afid-99, and sequences 
complementary thereto. 

1 7. (Currently amended) A The method of according to Claim 1 , wherein said the at least 
one target nucleic acid or acids compris e e ss e ntially on e or mor e s e qu e nces sequence is selected 
from the group consisting essentially of SEQ ID NOs: 27, 83, 90, afid-91, and sequences 
complementary thereto. 

1 8. (Currently amended) A The method of according to Claim 1 , wherein s«d the at least 
one target nucleic acid or acids compris e e ss e ntially on e or mor e s e qu e nc e s sequence is selected 
from the group consisting essentially of SEQ ID NOs: 27, 40, 41, 43, 78, 86, 90, 105, 115, and-121, 
and sequences complementary thereto. 
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1 9. (Currently amended) A TTie method of according to Claim 1 , wherein said the at least 
one target nucleic acid or acids comprise ess e ntially on e or mor e sequ e nc e s sequence is selected 
from the group consisting essentially of SEQ ID NOs: 126, 137, 129, 125, 132, 122, 123, 131, 133, 
134, 127, 130, 135, 124, 128, aftd-136, and sequences complementary thereto. 

20. (Currently amended) A Tlie method of according to Claim 1 Claims 1 to 19 , wherein 
said cell proliferative disorder of the breast tissue is selected from the group consisting of ductal 
carcinoma in situ, lobular carcinoma, colloid carcinoma, tubular carcinoma, medullary carcinoma, 
metaplastic carcinoma, intraductal carcinoma in situ, lobular carcinoma in situ and papillary 
carcinoma in situ. 

21 . (Currently amended) A The method of according to Claim 1 Claims 1 to 20 , wherein 
said subjects are at least one of estrogen and and/or progesterone receptor positive. 

22. (Currently amended) A The method of according to Claim 1 Claims 1 to 5 and 10 to 
44, wherein said therapy is for the treatment of a relapse or metastatic cell proliferative disorder of 
the breast tissues. 

23. (Currently amended) A The method of according to Claim 1 Claims 1 to 9 , wherein 
said therapy is an adjuvant treatment. 

24. (Currently amended) A The method of according to Claim 23, wherein said subjects 
did not receive a chemotherapeutic treatment. 

25. (Currently amended) A nucleic acid molecule consisting essentially of a sequence at 
least 18 contiguous bases in length of a sequence selected according to on e of th e s e qu e nc e s tak e n 
from the sequence group consisting of SEQ ID NOS: 299, 300, 325, 326, 327, 328, 331, 332, 345, 
346, 381, 382, 393, 394, 401, 402, 411, 412, 417, 418, 425, 426, 427, 428, 429, 430, 443, 444, 455, 
456, 475, 476, 487, 488, 489, 490, 491, 492, 493, 494, 495, 496, 497, 498, 499, 500, 501, 502, 503, 
504, 505, 506, 507, 508, 509, 510, 511, 512, 513, 514, 515, 516, 517, 518, 519, 520, 573, 574, 599, 
600, 601, 602, 605, 606, 619, 620, 655, 656, 667, 668, 675, 676, 685, 686, 691, 692, 699, 700, 701, 
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702, 703, 704, 717, 718, 729, 730, 749, 750, 761, 762, 763, 764, 765, 766, 767, 768, 769, 770, 771, 
772, 773, 774, 775, 776, 777, 778, 779, 780, 781, 782, 783, 784, 785, 786, 787, 788, 789, 790, 791, 
792, 793, aftd-794, and sequences complementary thereto. 

26. (Currently amended) A The nucleic acid molecule of Claim 25. wherein the sequence 
group consists of consisting e ss e ntially of a s e qu e no e at l e ast 1 8 bos e o in l e ngth aocording to ono of 
tho Doquoncoo talcon from tho group conoioting of SEQ ID NOS: 345, 346, 381, 382, 393, 394, 425, 
426, 427, 428, 429, 430, 443, 444, 619, 620, 655, 656, 667, 668, 699, 700, 701, 702, 703, 704, 717, 
€0^7 IS, and sequences complementary thereto. 

27. (Currently amended) A The nucleic acid molecule of Claim 25. wherein the sequence 
group consists of consisting e ss e ntially of a s e qu e nc e at l e ast 1 8 bas e s in l e ngth according to on e of 

tho ooquenccs talcon from the group consioting of SEQ ID NOS: 299, 300, 411, 412, 425, 426, 427, 
428, 573, 574, 685, 686, 699, 700, 701, aHd-702, and sequences complementary thereto. 

28. (Currently amended) A The nucleic acid molecule of Claim 25. wherein the sequence 
group consists of consi s ting e ss e ntially of a s e qu e nc e at l e ast 1 8 bas e s in l e ngth according to on e of 
tho soquoncoo talcon from tho group consisting of SEQ ID NOS: 299, 300, 325, 326, 327, 328, 331, 
332, 401, 402, 417, 418, 425, 426, 455, 456, 475, 476, 487, 488, 573, 574, 599, 600, 601, 602, 605, 
606, 675, 676, 691, 692, 699, 700, 729, 730, 749, 750, 761, afid-762, and sequences complementary 
thereto. 

29. (Currently amended) A The nucleic acid molecule of Claim 25. wherein the sequence 
group consists of consisting e ss e ntially of a s e qu e nc e at l e ast 1 8 bas e s in l e ngth according to on e of 
the o e quencoo talcon from tho group consisting of SEQ ID NOS: 489, 490, 491, 492, 493, 494, 495, 
496, 497, 498, 499, 500, 501, 502, 503, 504, 505, 506, 507, 508, 509, 510, 511, 512, 513, 514, 515, 
516, 517, 518, 519, 520, 763, 764, 765, 766, 767, 768, 769, 770, 771, 772, 773, 774, 775, 776, 777, 
778, 779, 780, 781, 782, 783, 784, 785, 786, 787, 788, 789, 790, 791, 792, 793, and 794, and 
sequences complementary thereto. 
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30. (Currently amended) An oligome r, in particular an oligonucleotid e or p e ptid e nucleic 
acid (PNA) oligom e r, said oligom e r consisting essentially of a at l e ast on e bas e sequence having a 
l e ngth of at least 10 contiguous nucleotides in length which hybridises to or is identical to a 
sequence selected from the sequence group consisting of on e of the nucl e ic acid sequ e nc e s 
according to SEQ ID NO: 299, 300, 325, 326, 327, 328, 331, 332, 345, 346, 381, 382, 393, 394, 
401, 402, 411, 412, 417, 418, 425, 426, 427, 428, 429, 430, 443, 444, 455, 456, 475, 476, 487, 488, 
489, 490, 491, 492, 493, 494, 495, 496, 497, 498, 499, 500, 501, 502, 503, 504, 505, 506, 507, 508, 
509, 510, 511, 512, 513, 514, 515, 516, 517, 518, 519, 520, 573, 574, 599, 600, 601, 602, 605, 606, 
619, 620, 655, 656, 667, 668, 675, 676, 685, 686, 691, 692, 699, 700, 701, 702, 703, 704, 717, 718, 
729, 730, 749, 750, 761, 762, 763, 764, 765, 766, 767, 768, 769, 770, 771, 772, 773, 774, 775, 776, 
777, 778, 779, 780, 781, 782, 783, 784, 785, 786, 787, 788, 789, 790, 791, 792, 793, afld-794. and 
contiguous portions thereof . 

3 1 . (Currently amended) The oligomer of Claim 30. wherein the sequence group consists 
of An oligom e r, in particular an oligonucleotid e or p e ptide nucl e ic acid (PNA) oligom e r, said 
oligom e r consisting e ss e ntially of at l e ast on e base s e qu e nc e having a l e ngth of at l e ast 10 
nucl e otid e s which hybridis e s to or is id e ntical to on e of th e nucl e ic acid s e qu e nc e s according to 
SEQ ID NO: 345, 346, 381, 382, 393, 394, 425, 426, 427, 428, 429, 430, 443, 444, 619, 620, 655, 
656, 667, 668, 699, 700, 701, 702, 703, 704, 717, and-718 , and contiguous portions thereof 

32. (Currently amended) The oligomer of Claim 30. wherein the sequence group consists 
of An oligom e r, in particular an oligonucl e otid e or p e ptid e nucl e ic acid (PNA) oligom e r, said 
oligom e r consisting e ss e ntially of at l e ast on e bas e s e qu e nc e having a l e ngth of at l e ast 10 
nucl e otid e s which hybridis e s to or is id e ntical to on e of th e nucleic acid s e qu e nc e s according to 
SEQ ID NO: 299, 300, 411, 412, 425, 426, 427, 428, 573, 574, 685, 686, 699, 700, 701, aftd-702, 
and contiguous portions thereof . 

33. (Currently amended) The oligomer of Claim 30. wherein the sequence group consists 
of An oligom e r, in particular an oligonucleotid e or peptid e nucl e ic acid (PNA) oligomer, said 
oligom e r consisting e ss e ntially of at l e ast on e bas e s e qu e nc e having a l e ngth of at l e ast 10 
nucl e otid e s which hybridis e s to or is identical to on e of the nucl e ic acid s e quences according to 
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SEQ ID NO: 299, 300, 325, 326, 327, 328, 331, 332, 401, 402, 417, 418, 425, 426, 455, 456, 475, 
476, 487, 488, 573, 574, 599, 600, 601, 602, 605, 606, 675, 676, 691, 692, 699, 700, 729, 730, 749, 
750, 761, aft4-762 . and contiguous portions thereof . 



34. (Currently amended) The oligomer of Claim 30, wherein the sequence group consists 
of An oligomer, in particular an oligonucl e otid e or p e ptid e nucleic acid (PNA) oligom e r, said 
oligom e r consisting e ss e ntially of at l e ast on e bas e s e qu e nc e having a l e ngth of at l e ast 10 
nucl e otid e s which hybridis e s to or is id e ntical to on e of th e nucl e ic acid s e qu e nc e s according to 
SEQ ID NO: 489, 490, 491, 492, 493, 494, 495, 496, 497, 498, 499, 500, 501, 502, 503, 504, 505, 
506, 507, 508, 509, 510, 511, 512, 513, 514, 515, 516, 517, 518, 519, 520, 763, 764, 765, 766, 767, 
768, 769, 770, 771, 772, 773, 774, 775, 776, 777, 778, 779, 780, 781, 782, 783, 784, 785, 786, 787, 
788, 789, 790, 791, 792, 793, afld-794 . and contiguous portions thereof . 

35. (Currently amended) The oligomer of Claim 30 as r e cit e d in any one of Claims 30 to 
54, wherein the contiguous base sequence includes at least one CpG dinucleotide. 

36. (Original) A set of oligomers, comprising at least two oligomers according to any of 
Claims 30 to 35. 

37. (Currently amended) The set of oligomers of Claim 36, wherein A set of 
oligonucl e otid e s as r e cit e d in on e of Claims 30 to 36, characteris e d in that at least one oligomer 
oligonucl e otid e is boimd to a solid phase. 

3 8 . (Currently amended) The set of oligomers of Claim 36, wherein the set is suitable for 
use A s e t of at l e ast two oligonucleotid e s as r e cit e d in on e of Claims 30 to 36, which is us e d as 
primer oligonucleotides for the amplification of a sequence selected from the sequence group 
consisting of nucl e ic acid s e qu e nc e s comprising on e of SEQ ID NO: 299, 300, 325, 326, 327, 328, 
331, 332, 345, 346, 381, 382, 393, 394, 401, 402, 411, 412, 417, 418, 425, 426, 427, 428, 429, 430, 
443, 444, 455, 456, 475, 476, 487, 488, 489, 490, 491, 492, 493, 494, 495, 496, 497, 498, 499, 500, 
501, 502, 503, 504, 505, 506, 507, 508, 509, 510, 511, 512, 513, 514, 515, 516, 517, 518, 519, 520, 
573, 574, 599, 600, 601, 602, 605, 606, 619, 620, 655, 656, 667, 668, 675, 676, 685, 686, 691, 692, 
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699, 700, 701, 702, 703, 704, 717, 718, 729, 730, 749, 750, 761, 762, 763, 764, 765, 766, 767, 768, 
769, 770, 771, 772, 773, 774, 775, 776, 777, 778, 779, 780, 781, 782, 783, 784, 785, 786, 787, 788, 
789, 790, 791, 792, 793, aftd-794, aftd-sequences complementary thereto , and contiguous portions 
thereof . 

39. (Currently amended) A method for determining methvlation state or for detecting 
single nucleotide polymorphisms, comprising using Us e of a set of oligonucleotides comprising at 
least two of th e oligomers according to any of Claims 30 to 38 in a suitable assay for detecting the 
cytosine methylation state or and/o r single nucleotide polymorphisms (SNPs) within a sequence 
selected from the sequence group consisting of th e s e qu e nc e s tak e n from th e group SEQ ID NOS: 
27, 40, 122, 43, 74, 127, 86, 90, 128, 105, 115, 121, 126,' 129, 125, 132, 122, 123, 131, 127, 130, 
124, «id-128, and sequences complementary thereto. 

40. (Currently amended) A method for manufacturing an arrangement of different 
oligomers (array) fixed to a carrier material and suitable for predicting the responsiveness of a 
subject with a cell proliferative disorder of the breast tissues to a therapy comprising one or more 
drugs which target the estrogen receptor pathway or are involved in estrogen metabolism, 
production^ or secretion^ by analysis of the methylation state of at least one CpG dinucleotide of a 
sequence selected from the group consisting of any of th e CpG dinucl e otid e s of th e group SEQ ID 
NOS: 27, 40, 122, 43, 74, 127, 86, 90, 128, 105, 115, 121, 126, 129, 125, 132, 122, 123, 131, 127, 
130, 124, and 128, comprising coupling wh e r e in at least one oligomer according to any of the 
Claims 30 to 35 i s coupl e d to a solid phase. 

41. (Currently amendedl) An arrangement of different oligomers (array) obtainable 
according to the method of Claim 40. 

42. (Currently amended) The arrangement of Claim 41, wherein the oligomers are at 
least one of oligonucleotides and An array of diff e r e nt oligonucleotid e and/or PNA-oligomer 
sequences as r e cit e d in Claim A 1 , wherein the carrier material is a planar charact e ris e d in that said 
oligonucl e otid e s ar e arrang e d on a plan e solid phase , and wherein the oligomers are arranged 
thereon in the form of a rectangular or hexagonal lattice. 
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43. (Currently amended) The arrangement of Claim 41, wherein the carrier material 
comprises a material selected from the group consisting of array as recit e d in any of th e Claims 1 1 
or 12, charact e ris e d in that the solid phas e surfac e is compos e d of silicon, glass, polystyrene, 
aluminium, steel, iron, copper, nickel, silver, ef-gol d. and combinations thereof , 

44. (Currently amended) An oligomer array suitable A DNA and/or PNA array for 
predicting breast c e ll prolif e rativ e disord e rs' response of a breast cell proliferative disorder to a 
therapy involving treatment with comprising one or more drugs that which target the estrogen 
receptor pathway or fliat are involved in estrogen metabolism, production^ or secretion^ by analysis 
of the methylation state of at least one CpG dinucleotide of a sequence selected from the group 
consisting of any of the CpG dinuclootides of the group SEQ ID NOS: 27, 40, 122, 43, 74, 127, 86, 
90, 128, 105, 115, 121, 126, 129, 125, 132, 122, 123, 131, 127, 130, 124, and 128, the array 
comprising at least one oligomer nucl e ic acid according to any of the Claims 30 to 35. 

45. (Currently amended) A method for predicting the responsiveness of a subject, with a 
breast cell proliferative disorder, to a therapy involving treatment with one or more drugs that target 
the estrogen receptor pathway or that are involved in estrogen metabolism, production or secretion, 
said method comprising according to any on e of Claims 1 to 21 comprising th e following st e ps : 

a) obtainin g, from a subject, a biological sample containing genomic DNA;^ 

b) isolating e xtracting the genomic DNA;^ 

c) contacting the isolated genomic DNA, or a portion thereof, with an agent or combination 
of agents suitable to convert conv e rting cytosine bases in th e genomic DNA sampl e which that are 
unmethylated at the 5-position^ to uracil^ or to another base which is dissimilar to cytosine in terms 
of base pairing behaviour, to provide a pretreated DNA; 

d) amplifying at least one pretreated DNA sequence fragm e n t or a portion thereof, of th e 
pr e tr e at e d g e nomic DNA, wh e r e in said fragm e nts compris e on e or mor e s e qu e nc e s selected from 
the sequence group consisting of SEQ ID NOS:-299, 300, 325, 326, 327, 328, 331, 332, 345, 346, 
381, 382, 393, 394, 401, 402, 411, 412, 417, 418, 425, 426, 427, 428, 429, 430, 443, 444, 455, 456, 
475, 476, 487, 488, 489, 490, 491, 492, 493, 494, 495, 496, 497, 498, 499, 500, 501, 502, 503, 504, 
505, 506, 507, 508, 509, 510, 511, 512, 513, 514, 515, 516, 517, 518, 519, 520, 573, 574, 599, 600, 
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601, 602, 605, 606, 619, 620, 655, 656, 667, 668, 675, 676, 685, 686, 691, 692, 699, 700, 701, 702, 
703, 704, 717, 718, 729, 730, 749, 750, 761, 762, 763, 764, 765, 766, 767, 768, 769, 770, 771, 772, 
773, 774, 775, 776, 777, 778, 779, 780, 781, 782, 783, 784, 785, 786, 787, 788, 789, 790, 791, 792, 
793, aftd^794, afid-sequences complementary thereto, and contiguous portions thereof: and 

e) determinin g, based on the amplification or on analysis of the nucleic acid amplificate. the 
methylation status of one or more genomic CpG dinucleotides > whereby responsiveness to the 
therapy is, at least in part, predicted by analysis of th e amplificatc nucl e ic acids . 

46. (Currently amended) The method of according to Claim 45, wherein the sequence 
group consists of charact e ris e d in that St e p d) said firagm e nts compris e on e or mor e s e qu e nc e s 
soloctod from th e group consisting of SEQ ID NO: 345, 346, 381, 382, 393, 394, 425, 426, 427, 
428, 429, 430, 443, 444, 619, 620, 655, 656, 667, 668, 699, 700, 701, 702, 703, 704, 717, and-718, 
afid-sequences complementary theret o, and contiguous portions thereof 

47. (Currently amended) The method of according to Claim 45, wherein the sequence 
group consists of characteris e d in that St e p d) said fragm e nts compris e on e or mor e sequ e nc e s 
selected from th e group conoioting of SEQ ID NO: 299, 300, 411, 412, 425, 426, 427, 428, 573, 
574, 685, 686, 699, 700, 701, aftd-702, ca^sequences complementary theret o, and contiguous 
portions thereof 

48. (Currently amended) The method of according to Claim 45, wherein the sequence 
group consists of charact e ris e d in that St e p d) said fi'agm e nts compris e one or mor e sequ e nc e s 
selected from th e group consisting of SEQ ID NO: 299, 300, 325, 326, 327, 328, 331, 332, 401, 
402, 417, 418, 425, 426, 455, 456, 475, 476, 487, 488, 573, 574, 599, 600, 601, 602, 605, 606, 675, 
676, 691, 692, 699, 700, 729, 730, 749, 750, 761, and-762, and-sequences complementary thereto^ 
and contiguous portions thereof . 

49. (Currently amended) The method of according to Claim 45, wherein the sequence 
group consists of characteris e d in that St e p d) said fragments compris e on e or mor e sequ e nc e s 
s e lected from the group consisting of SEQ ID NO: 489, 490, 491, 492, 493, 494, 495, 496, 497, 
498, 499, 500, 501, 502, 503, 504, 505, 506, 507, 508, 509, 510, 511, 512, 513, 514, 515, 516, 517, 
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518, 519, 520, 763, 764, 765, 766, 767, 768, 769, 770, 771, 772, 773, 774, 775, 776, 777, 778, 779, 
780, 781, 782, 783, 784, 785, 786, 787, 788, 789, 790, 791, 792, 793, aftd-794, aad-sequences 
complementary theret o, and contiguous portions thereof . 



50. (Currently amended) The method of according to Claim 45, wherein determining in 
e) comprises charact e ris e d in that Step e ) is carri e d out by m e ans of hybridisation of at least one 
oligonucleotide selected from the group consisting of SEP ID NOS:169M692, 1733-1736, 1925> 
1932, 1941-1954, 1965-2141 and SEP ID NO:2142 according to SEP ID NO: 1691 to 1692, 1733 
tol736, 1925 1932, 1911 1951, and 1965 to 2112 . 

5 1 . (Currently amended) The method of according to Claun 45, wherein determining in 
e) comprises charact e rised in that St e p e ) is carri e d out by m e ans of hybridisation of at least one 

oligonucleotide selected from the group consisting of SEP ID NOS:201 1-2012, 2017-2024, 2031- 
2043, and SEP ID NO:2044 according to SEP ID NP: 2011, 2012, 2017 to 2021, 2031 to 2035, 
2035, 2036, 2036, 2037, 2037, 203 8 , and 2038 to 2011 ; 

52. (Currently amended) The method of according to Claim 45, wherein determining in 
e) comprises charact e rised in that St e p e ) is carri e d out by means of hybridisation of at least one 
oligonucleotide selected from the group consisting of SEP ID NOS:2003-2029, and SEP ID 
NPi2030 according to SEQ ID NP: 2003 to 2030 . 

53. (Currently amended) The method of according to Claim 45, wherein determining in 
e) comprises charact e ris e d in that Step e ) is carri e d out by m e ans of hybridisation of at least one 
oligonucleotide selected from the group consisting of SEP ID NPS:2003-2020, 2045-2111, and 
SEP ID NP:21 12 according to SEP ID NP: 2003 to 2020 and 2015 to 21 12 . 

54. (Currently amended) The method of according to Claim 45, wherein determining in 
e) comprises charact e ris e d in that St e p e ) is carried out by m e ans of hybridisation of at least one 
oligonucleotide selected from the group consisting of SEP ID NPS:1691-1692, 1733-1736, 1925- 
1932, 1941-1954, 1965-2002, 2011-2025. 2045-2052, 2069-2078, 2127-2133, and SEP ID 
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NOl2134 according to SEQIDNO: 1691 to 1692, 1733 to 1736, 1925 to 1932, 1911 to 1951, 1965 
to 2002, 201 1 to 2025, 2015 to 2052, 2069 to 207 8 and 2127 to 2131 . 



55. (Currently amended) The method of as r e cited in Claim 45, wherein determining in 
e) comprises charact e ris e d in that St e p e ) is carri e d out by m e ans of hybridisation of at least one 
oligonucleotide according to any of Claims 30 to 35 17 to 21 . 

56. (Currently amended) The method of as r e cit e d in Claim 45, wherein determining in 
e) comprises charact e ris e d in that St e p e ) is carri e d out by m e ans of hybridisation of at least one 
oligonucleotide according to any of Claims 30 to 35. 17 to 21 and extension of the at least one said 
hybridised oligonucleotide(s) by m e an s of at least one nucleotide base. 

57. (Currently amended) The method of as r e cit e d in Claim 45, wherein determining in 
e) comprises charact e ris e d in that St e p e ) is carri e d out by m e ans of sequencing. 

58. (Currently amended) The method of as r e cit e d in Claim 45, wherein amplifying in d) 
comprises characterised in that St e p d) is carri e d out using methylation-specific m e thylation specific 
primers. 

59. (Currently amended) The method of as r e cit e d in Claim 45, further comprising in 
step-d) Ae-use of at least one nucleic acid molecule or peptide nucleic acid molecule comprising in 
each case a contiguous sequence at least 9 nucleotides in length that is complementary to, or 
hybridizes under moderately stringent or stringent conditions to a sequence selected from the group 
consisting of SEQ ID NOS: 299, 300, 325, 326, 327, 328, 331, 332, 345, 346, 381, 382, 393, 394, 
401, 402, 411, 412, 417, 418, 425, 426, 427, 428, 429, 430, 443, 444, 455, 456, 475, 476, 487, 488, 
489, 490, 491, 492, 493, 494, 495, 496, 497, 498, 499, 500, 501, 502, 503, 504, 505, 506, 507, 508, 
509, 510, 511, 512, 513, 514, 515, 516, 517, 518, 519, 520, 573, 574, 599, 600, 601, 602, 605, 606, 
619, 620, 655, 656, 667, 668, 675, 676, 685, 686, 691, 692, 699, 700, 701, 702, 703, 704, 717, 718, 
729, 730, 749, 750, 761, 762, 763, 764, 765, 766, 767, 768, 769, 770, 771, 772, 773, 774, 775, 776, 
777, 778, 779, 780, 781, 782, 783, 784, 785, 786, 787, 788, 789, 790, 791, 792, 793, aftd-794, and 
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complements thereof, wherein said at least one nucleic acid molecule or peptide nucleic acid 
molecule suppresses amplification of a the nucleic acid to which it is hybridized. 

60. (Currently amended) The method of as r e cit e d in Claim 45, wherein determining in 
e) comprises use charact e ris e d in that St e p e ) is carri e d out by m e ans of a combination of at least 
two of the methods described in any one of Claims 55-57 38 to 12 . 

61. (Currently amended) The method of as r e cit e d in Claim 45, wherein contacting in c) 
is with an agent, or combination of agents, comprising charact e rised in that th e tr e atment is carried 
out by m e ans of a solution of a bisulfite, hydrogen sulfite or disulfite. 

62. (Currently amended) A method for predicting the responsiveness of a subject with a 
breast cell proliferative disorder, to a therapy involving treatment with one or more drugs that target 
the estrogen receptor pathway or that are involved in estrogen metabolism, production or secretion, 
said method comprising according to any on e of Claims 1 to 24 comprising th e following st e ps : 

a) obtainin g, firom a subject, a biological sample containing genomic DNA;^ 

b) isolating extracting the genomic DNA;^ 

c) digesting the isolated genomic DNA , or a portion thereof, comprising at least one or mor e 
of th e s e qu e nc e s sequence selected from the sequence group consisting of SEP ID NOS:27. 40, 41, 
43, 50, 68, 74, 78, 83, 86, 90-92, 99. 105, 115. 121-137 SEP ID NOS 27, 10, 122, 13, 71, 127, 8 6, 
90, 12 8 , 105, 115, 121, 126, 129, 125, 132, 122, 123, 131, 127, 130, 121, and 12 8, and sequences 
complementary thereto, with one or more methvlation-sensitive m e thylation s e nsitive restriction 
enzymes;^ and 

d) determining ef the DNA fragments generated in th e dig e st of st e p c) , whereby 
responsiveness to the therapy is, at least in part, predicted . 

63. (Currently amended) The method of according to Claim 62, wherein the sequence 
group consists of charact e ris e d in that th e targ e t s e qu e nc e or s e qu e nc e s dig e st e d in St e p c) 
compris e s on e or mor e s e qu e nc e s fi'om th e group consisting of SEP ID NOS:50, 68 , SEQ ID NPs 
68, 50, 74, 90, 91, 92, aftd-99 , and sequences complementary thereto . 
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64. (Currently amended) The method of according to Claim 62, wherein the sequence 
group consists of charact e ris e d in that th e targ e t s e qu e nce or s e qu e nc e s digest e d in St e p c) 
compris e s on e or more sequ e nc e s from th e group consisting of SEP ID NOSi SEQ ID NOs 27, 83, 
90, and 91 , and-sequences complementary thereto . 

65. (Currently amended) The method of according to Claim 62, wherein the sequence 
group consists of charact e ris e d in that th e targ e t s e qu e nc e or s e quences dig e st e d in St e p c) 
compris e s on e or mor e s e qu e nc e s from th e group consisting of SEP ID NOS: SEO ID NOs 2 7, 40, 
41, 43, 78, 86, 90, 105, 115, aftd-121 , and sequences complementary thereto . 

66. (Currently amended) The method of according to Claim 62, wherein the sequence 
group consists of charact e ris e d in that th e targ e t s e qu e nc e or sequ e nc e s dig e st e d in St e p c) 

compris e s on e or mor e s e qu e nc e s from th e group consisting of SEP ID NPS: SEP ID NOs 126, 
137, 129, 125, 132, 122, 123, 131, 133, 134, 127, 130, 135, 124, 128, and 136. 

67. (Currently amended) The A method of Claim 62, further comprising, prior to d), 
amplifiying according to any one of Claims 62 to 66, wh e r e in the DNA digest is amplifi e d prior to 
st e p d) . 

68. (Currently amended) The method of any as r e cit e d in one of Claims 45 to 54 and 67^ 
wherein charact e ris e d in that more than six different fragments having a length of 100 - 200 base 
pairs are amplified. 

69. (Currently amended) The method of any as r e cit e d in one of Claims 45 and 67, 
wherein to 5 4 and 68 charact e ris e d in that the amplification of several DNA segments is carried out 
in one reaction vessel. 

70. (Currently amended) The method of any as recit e d in one of the-Claims 45 and 67, 
wherein amplifying is by means of to 54 and 6 8 , charact e ris e d in that the polym e ras e is a heat- 
resistant DNA polymerase. 
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71. (Currently amended) The method of any as r e cited in one of the-Claims 45 and 67, 
wherein amplifying is by means of a to 54 and 70, charact e ris e d in that th e amplification is carriod 
out by m e ans of th e p olymerase chain reaction (PGR). 

72. (Currently amended) The method of any as r e cit e d in one of the-Claims 45 and 67. 
wherein to 5 4 and 69 to 70, charact e ris e d in that the amplificates carry detectable labels. 

73. (Currently amended) The method of according to Claim 72^ wherein said labels are 
selected from the group consisting of fluorescence labels, radionuclides^ and/or detachable molecule 
fragments having a typical mass which can be detected in a mass spectromete r, and combinations 
thereof 



74. (Currently amended) The method of Claim 73, wherein as r e cit e d in on e of th e 
Claims 45 and 67 to 51 and 69 to 73, charact e ris e d in that th e amplificates or fi-agments of the 
amplificates are detected in the mass spectrometer. 

75. (Currently amended) The method of Claim 74, wherein as r e cit e d in on e of th e 
Clahns 74 and/or 73, charact e ris e d in that th e produced fi-agments have a single positive or negative 
net charge for better detectability in the mass spectrometer. 

76. (Currently amended) The method of Claim 74. wherein as r e cit e d in one of Claims 
73 to 75, charact e ris e d in that detection is carried out and visualised by means of at least one of 
matrix assisted laser desorption/ionisation mass spectrometry (MALDD , and or using electron spray 
mass spectrometry (ESI). 

77. (Currently amended) The method of any as r e cited in one of the-Claims 45 and 62, 
wherein to 76, characteris e d in that the biological sample containing genomic DNA is obtained from 
a source selected fi-om the group consisting of cells or cellular components which contain DNA, 
sourc e s of DNA comprising, for example, cell lines, histological slides, biopsies, tissue embedded 
in paraffin, breast tissues, blood, plasma, lymphatic fluid, lymphatic tissue, duct cells, ductal lavage 
fluid, nipple aspiration fluid, bone marrow^ and combinations thereof 
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78. (Currently amended) A kit^ comprising a reagent having at least one of bisulfite, 
disulfite, and hydrogen sulfite, bisulfit e (~ disulfit e , hydrogen sulfit e ) reag e nt as well as 
oligonucleotides and/or PNA-oligomers according to any one of Claims 30 to 38. 

79. (Currently amended) The A kit of according to C laim 78, further comprising standard 
reagents for performing a methylation assay selected from the group consisting of MS-SNuPE, 
MSP, MethvLigh t M e thvl light HeawMethv l Heaw M e thyl nucleic acid sequencings and 
combinations thereof. 

80. (Cancelled) The us e of a m e thod according to on e of Claims 1 to 24, 45 to 77, a 
nucl e ic acid according to Claims 25 to 29, of an oligonucl e otid e or PNA oligom e r according to on e 
of th e Claims 30 to 35, of a Icit according to Claim 78 or 79, of an array according to on e of th e 
Claims 10 to 14, a m e thod of manufacturing an array according to Claim 39 or of a s e t of 
oligonucl e otid e s according to on e of Claims 36 to 38 for th e tr e atm e nt, charact e risation, 
classification and/or diff e rentiation, of br e ast c e ll prolif e rativ e disord e rs. 
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